Porcine amylase is present as two equally active forms (I and II) having about the same molecular weight (53 000 ! 1 000 ; 470 residues) and amino-acid composition, but with distinct isoelectric points (5.95 and 5.25, respectively). The molecule contains 4 disulfide bridges, 2-SH groups and 8 methionines, and the enzyme needs calcium and chloride ions for its activity (Hsiu, Fischer and Stein, 1964 ; Steer and Levitsky, 1973) . Removal of calcium by a chelating agent leads to a conformational change as shown by (i) SH unmasking (Granger et al., 1975) and (ii) enzyme sensitivity to trypsin attack . The native enzyme is insensitive to trypsin. Amylase crystals suitable for X-ray crystallography have been obtained (Pierrot et at., 1977) . Very recently their 4.5 A structure has been determined (Pierrot et al., 1979, in progress), thus contributing to knowledge of the mode of action ot the enzyme and providing a further comparison of «-amylase I and II, and sequence studies have begun in our laboratory. In the present work, the amylase (I) chain was cleaved by cyanogen bromide ; 4 out of 9 CNBr-peptides were then completely purified and their sequence analyzed.
Methods.
Porcine pancreatic «-amylase was purified as previously described Delaage (1968) .
2) Purification of the CNBr-5a, CNBr-5b, CNBr-5c and CNBr-5d peptides.
Fraction 5 was filtered through a Bio-Gel P-6 column. Four constituents (5a, 5b, 5c, 5d), eluted respectively at 1. The CNBr-5c peptide was isolated from fraction 5c by the same procedure as the one used for fraction 5b, except that the DEAE-Sepharose step was unnecessary. A first filtration on a P-6 column allowed the separation of 2 minor components, 5c, (1.58) and 5c 2 (1.9), from a major one, 5c, (2.10). Further purification of the 5 c 3 fraction was achieved on a P-6 column in 30 p. 100 formic acid ( fig. 5b) b) peptide : The sequence of the first eighteen residues was found to be identical to the one of the peptide. This peptide, whose molecular weight is about 6 400, could be due to uncontrolled and partial cleavage of either the CNBr-4 peptide or the amylase chain.
c) CNBR-5c peptide : The sequence of the chain till position 31 (Ala) was determined directly by using the sequencer ( fig. 9 ). Partial ordering of the C-terminal part of the molecule was obtained by carboxypeptidase digestion. d) peptide : The sequence of the first twenty residues was obtained from the sequencer. The ordering of the C-terminal part of the molecule is underway.
Conclusion.
In this work, fragments resulting from cleavage of the «-amylase I chain by cyanogen bromide action have been separated by gel filtration into seven fractions. The CNBr-4 peptide from fraction 4 and three peptides (CNBr-5b, CNBr-5c and CNBr-5d) from fraction 5 have been totally purified by repeated gel filtrations and, in the case of the CNBr-5b, by additional ion-exchange chromatography.
The amino-acid order of the major part of all the peptides has been determined by sequence analysis using the entire peptides. Surprisingly, the N-terminal sequence (18 residues) of the CNBr-5b peptide was found to be identical to that of the 
